: Comparison of allele frequency differences between real Pool-Seq data sets with different mapping algorithms. We compared allele frequencies between two paired end libraries with different read length and insert size that were prepared from the same genomic DNA (pooled D. simulans flies). We determined the number of SNPs for which allele frequencies could be compared (c) and the lowest F ST -values in different quantiles with the most differentiated SNPs. mrfast generated an invalid output file with these data (an uniform read length was reported despite these reads having varying read lengths). 
